**To the Editor:** Beginning in July 2009, physicians in the city of Yiwu, Zhejiang Province, People's Republic of China, noted an outbreak of illness characterized by rash, headache, subjective fever, itching, anorexia, and arthritis. We present the results of the investigation of this outbreak, which was caused by dengue virus (DENV) serotype 3 (DENV-3) subtype III.

DENV-3 subtype III has been continuously circulating in the Indian subcontinent since the 1960s. The virus was first isolated from East Africa in 1985 in Mozambique and subsequently in Kenya (1991) and Somalia (1993) ([@R1],[@R2]). Although dengue has occurred frequently in southern China, including Guangdong, Guangxi, Hainan, Fujian, and Zhejiang Provinces and in Taiwan ([@R3]--[@R6]), to our knowledge, DENV-3 subtype III has not been reported in China.

Yiwu is in the center of Zhejiang Province, southeastern China. This investigation included the entire town of Yiwu and towns that are part of the larger town of Yiting where the outbreak took place. We reviewed medical records and conducted prospective surveillance at all hospitals, health centers, and outpatient clinics in Yiwu to identify patients with suspected dengue fever (DF) during July 1 through October 31, 2009. According to the diagnostic criteria for DF (WS216--2008) enacted by the Chinese Ministry of Health, a patient with suspected disease had at least 2 of the following symptoms: acute onset of rash, headache, subjective fever, itching, anorexia, or arthralgia. Patients with suspected disease were asked to provide blood specimens during the acute phase (within 7 days after symptom onset).

Serum samples were tested by ELISA for immunoglobulin (Ig) M against DENV by using the E-DEN01M kit (Panbio, Sinnamon Park, Queensland, Australia). Acute-phase serum samples were tested by real-time PCR for DENV RNA, according to the diagnostic criteria for dengue fever enacted by the Chinese Ministry of Health. Samples that were positive for DENV-3 by real-time PCR were inoculated into *Aedes albopictus* mosquito clone C6/36. Primers for reverse transcription--PCR and sequencing of the envelope gene of DENV isolates were used to identify DENV ([@R4]).

We considered a patient to have a confirmed case if DENV RNA was detected in the serum by real-time PCR or if IgM against DENV was present. A patient was considered to have a clinically diagnosed case if he or she had acute onset of rash, headache, subjective fever, itching, anorexia, and leukopenia, and lived in Qingsu, Fantianzhu, Xitian, or Shangzhai (4 adjoining villages in the area of the first confirmed case).

The sequences of isolates from case-patients were compared with published sequences by using the BLAST program ([www.ncbi.nlm.nih.gov/BLAST/](http://www.ncbi.nlm.nih.gov/BLAST/)), and phylogenic analysis was calculated with PAUP 4.0 β 10 ([@R7]), which ran an unrooted tree with 1,000 bootstrap replicates.

We identified 196 cases of DF; 279 suspected cases were excluded, and no cases of dengue hemorrhagic fever or dengue shock syndrome were found. Of DF cases, 71 (36.2%) were confirmed and 125 (63.8%) were clinically diagnosed. Acute-phase serum samples were collected within 7 days after the onset of illness from 350 patients with suspected DF, and dengue virus RNA was detected in samples from 65 patients (18.6%). Six samples had IgM against DENV.

Twenty-six samples positive for DENV RNA by real-time PCR were randomly selected to isolate viruses; 23 isolates were cultured. All isolates were amplified by reverse transcription--PCR, and amplicons were sequenced. The envelope gene sequences of all isolates were identical and 1,479 nt in length. All sequences had 99% similarity to 1 DENV serotype 3 partial envelope gene (GenBank accession no. AM746229), which had been detected in Jeddah, Saudi Arabia, in 2004. According to evolutionary analysis ([Figure](#F1){ref-type="fig"}), sequences of our study were also most closely related to the isolate from Saudi Arabia, which suggests that the outbreak may have been initiated by imported cases from the Indian subcontinent or western Asia.
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The date of symptom onset among patients with confirmed or clinically diagnosed cases ranged from July 20 to October 4, 2009. Cases peaked in early September and subsided in early October. The median age of patients with confirmed or probable disease was 47.3 years (range 3--96 years). Infections occurred in all age groups, but most infections occurred among persons 41 to 65 years of age; 118 (60.2%) were women, and 172 were farm workers.

Confirmed and clinically diagnosed cases occurred in 18 villages, which were part of 7 towns. Most cases (182) were reported in Yiting, where the first case was confirmed, and in particular, were in persons who lived in the villages of Qingsu, 100 cases; Fantianzhu, 49 cases; Xitian, 19 cases; Shangzhai, 4 cases; and Xiateng, 4 cases.

The outbreak shows that DENV-3 subtype III is easily transmitted among humans and mosquitoes and can adapt efficiently to a new area. Other countries where the climate is similar to that of Zhejiang Province (subtropical monsoon) should be aware of the risk for expansion of DENV-3 subtype III transmission. Clinical vigilance and strong epidemiologic and laboratory surveillance are essential**.**
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